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<400> 1 

cactaacgct cttcctagtc cccgggccaa ctcggacagt ttgctcattt attgcaacgg 60 

tcaaggctgg cttgtgccag aacggcgcgc gcgcgacgca cgcacacaca cggggggaaa 120 

cttttttaaa aatgaaaggc tagaagagct cagcggcggc gcgggccgtg cgcgagggct 180 

ccggagctga ctcgccgagg caggaaatcc ctccggtcgc gacgcccggc cccgctcggc 240 

gcccgcgtgg gatggtgcag cgctcgccgc cgggcccgag agctgctgca ctgaaggccg 300 

gcgacg atg gca gcg cgc ccg ctg ccc gtq tec ccc gcc cgc gcc etc . 348 
Met Ala Ala Arg Pro Leu Pro val ser Pro Ala Arg Ala Leu 
1 ' 5 10 

ctg etc gcc ctg gcc gqt get ctg etc gcg ccc tgc gag gcc cga ggg 396 
Leu Leu Ala Leu Ala Gly Ala Leu Leu Ala Pro Cys Glu Ala Arg Gly 
15 20 25 30 
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gtg age tta tgg aac caa gga aga get gat gaa gtt gtc agt gee tct 444 
Val ser Leu Trp Asn Gin Gly Arg Ala Asp Glu val val Ser Ala ser 
35 " 40 45 

gtt egg agt ggg gac etc tgg ate cca gtg aag age ttc gac tec aag 492 
Val Arg Ser Gly Asp Leu Trp lie Pro Val Lys ser Phe Asp Ser Lys 
50 55 60 

aat cat cea gaa gtg ctg aat att cga eta caa egg gaa age aaa gaa 540 
Asn His Pro Glu val Leu Asn lie Arg Leu Gin Arg Glu Ser Lys Glu 
65 70 ™ 75 

ctg ate ata aat ctg gaa aga aat gaa ggt etc att gee age agt ttc 588 
Leu lie lie Asn Leu Glu Arg Asn Glu Gly Leu lie Ala Ser Ser Phe 
80 85 90 

acg gaa acc cac tat ctg caa gac ggt act gat gtc tec etc get cga 636 
Thr Glu Thr His Tyr Leu Gin Asp Gly Thr Asp Val Ser Leu Ala Ar 
95 100 105 Hi 

aat tac acg gta att ctg ggt cac tgt tac tac cat gga cat gta egg 684 
Asn Tyr Thr val lie Leu Gly His Cys Tyr Tyr His Gly His val Arg 
115 120 125 

gga tat tct gat tea gca gtc agt etc age acg tgt tct ggt etc agg 732 
Gly Tyr Ser Asp Ser Ala val Ser Leu Ser Thr Cys Ser Gly Leu Arg . 
130 135 140 

gga ctt att gtg ttt gaa aat gaa age tat gtc tta gaa cca atg aaa 780 
Gly Leu lie val Phe Glu Asn Glu ser Tyr val Leu Glu Pro Met Lys 
145 150 155 

agt gca ace aac aga tac aaa etc ttc cca gcg aag aag ctg aaa age 828 
Ser Ala Thr Asn Arg Tyr Lys Leu Phe Pro Ala Lys Lys Leu Lys Ser 
160 165 170 



gtc egg gga tea tgt gga tea cat cac aac aca cca aac etc get gca 876 
val Arg Gly ser cys Gly Ser His His Asn Thr Pro Asn Leu Ala Ala 
175 180 185 . 190 



aag aat gtg ttt cca cca ccc tct cag aca tgg gca aga agg cat aaa 924 
Lys Asn val Phe Pro Pro Pro Ser Gin Thr Trp Ala Arg Arg His Lys 
195 200 205 

aga gag ace etc aag gca act aag tat gtg gag ctg gtg ate gtg gca 972 
Arg Glu Thr Leu Lys Ala Thr Lys Tyr val Glu Leu Val lie val Ala 
210 215 220 

gac aac cga gag ttt cag agg caa gga aaa gat ctg gaa aaa gtt aag 1020 
Asp Asn Arg Glu Phe Gin Arg Gin Gly Lys Asp Leu Glu Lys val Lys 
225 230 235 

cag cga tta ata gag att get aat cac gtt gac aag ttt tac aga cca 1068 
Gin Arg Leu lie Glu lie Ala Asn His val Asp Lys Phe Tyr Arg Pro 
240 245 250 



ctg aac att egg ate gtg ttg gta ggc gtg gaa gtg tgg aat gac atg 
Leu Asn He Arg lie vaT Leu Val Gly val Glu val Trp Asn Asp Met 
255 260 265 270 



1116 



gac aaa tgc tct gta agt cag gac cca ttc acc age etc cat gaa ttt 1164 
Asp Lys cys ser val Ser Gin Asp Pro Phe Thr ser Leu His Glu Phe 
275 280 285 

ctg gac tgg agg aag atg aag ctt eta cct cgc aaa tec cat gac aat 1212 
Leu Asp Trp Arg Lys Met Lys Leu Leu Pro Arg Lys ser His Asp Asn 
290 295 300 

gcg cag ctt gtc agt ggg gtt tat ttc caa ggg acc acc ate ggc atg 1260 
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Ala Gin Leu val Ser Gly val Tyr Phe Gin Gly Thr Thr lie Gly Met 

305 310 315 

gcc cca ate atg age atg tgc acg gca gac cag tct ggg gga att gtc 

Ala Pro lie Met. Ser Met Cys Thr Ala Asp Gin Ser Gly Gly lie Val 

320 325 330 



gag ctg ggc cac aat ttc ggg atg aat cat gac aca ctg gac agg ggc 
Glu Leu Gly His Asn Phe Gly Met Asn His Asp Thr Leu Asp Arg Gly 
355 360 365 



atg aga gat get aaa tgt gga aaa ate cag tgt caa gga ggt gee age 
Met Arg Asp Ala Lys cys Gly Lys lie Gin cys Gin Gly Gly Ala Ser 

Page 3 



1308 



atg gac cat tea gac aat ccc ctt ggt gca gcc gtg ace ctg gca cat 1356 
Met Asp His ser Asp Asn Pro Leu Gly Ala Ala val Thr Leu Ala His 
335 340 345 350 



1404 



tgt age tgt caa atg gcg gtt gag aaa gga ggc tgc ate atg aac get 1452 

Cys Ser cys Gin Met Ala val Glu Lys Gly Gly Cys lie Met Asn Ala 
370 375 380 

tec acc ggg tac cca ttt ccc atg gtg ttc age agt tgc age agg aag 1500 

Ser Thr Gly Tyr Pro Phe Pro Met Val Phe ser Ser Cys ser Arg Lys 

385 390 395 

gac ttg gag acc age ctg gag aaa gga atg ggg gtg tgc ctg ttt aac 1548 

Asp Leu Glu Thr Ser Leu Glu Lys Gly Met Gly val cys Leu Phe Asn 

400 405 410 

ctg ccg gaa gtc agg gag tct ttc ggg ggc cag aag tgt ggg aac aga 1596 

Leu Pro Glu Val Arg Glu ser Phe Gly Gly Gin Lys Cys Gly Asn Ar 

415 420 425 43 

ttt gtg gaa gaa gga gag gag tgt gac tgt ggg gag cca gag gaa tgt 

Phe val Glu Glu Gly Glu Glu Cys Asp cys Gly Glu Pro Glu Glu Cys 

435 440 445 



1644 



atg aat cgc tgc tgc aat gcc acc acc tgt acc ctg aag ccg gac get 1692 
Met Asn Arg cys cys Asn Ala Thr Thr cys Thr Leu Lys Pro Asp Ala 
450 455 460 



gtg tgc gca cat ggg ctg tgc tgt gaa gac tgc cag ctg aag cct gca 1740 
val cys Ala His Gly Leu cys cys Glu Asp Cys Gin Leu Lys Pro Ala 
465 470 475 



gga aca gcg tgc agg gac tec age aac tec tgt gac etc cca gag ttc 1788 
Gly Thr Ala cys Arg Asp ser ser Asn ser Cys Asp Leu Pro Glu Phe 
480 485 490 

tgc aca ggg gcc age cct cac tgc cca gcc aac gtg tac ctg cac gat 1836 

Cys Thr Gly Ala Ser Pro His Cys Pro Ala Asn Val Tyr Leu His Asp 
495 500 505 510 

ggg cac tea tgt cag gat gtg gac ggc tac tgc tac aat ggc ate tgc 1884 

Gly His Ser Cys Gin Asp val Asp Gly Tyr cys Tyr Asn Gly lie Cys 
515 520 525 

cag act cac gag cag cag tgt gtc aca etc tgg gga cca ggt get aaa 1932 

Gin Thr His Glu Gin . Gin Cys Val Thr Leu Trp Gly Pro Gly Ala Lys 

530 535 540 

cct gcc cct ggg ate tgc ttt gag aga gtc aat tct gca ggt gat cct 1980 

Pro Ala Pro Gly He Cys Phe Glu Arg Val Ash Ser Ala Gly Asp Pro 
545 550 555 

tat ggc aac tgt ggc aaa gtc teg aag agt tec ttt gcc aaa tgc gag 2028 

Tyr Gly Asn Cys Gly Lys val Ser Lys Ser Ser Phe Ala Lys Cys Glu 
560 565 570 
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575 



580 



585 



590 



egg cca gtc att ggt acc aat gec gtt tec ata gaa aca aac ate ccc 
Arg Pro val lie Gly Thr Asn Ala val ser lie Glu Thr Asn lie Pro 
595 600 605 

ctg cag caa gga ggc egg att ctg tgc egg ggg acc cac gtg tac ttg 
Leu Gin Gin Gly Gly Arg lie Leu Cys Arg Gly Thr His Val Tyr Leu 
610 615 620 

ggc gat gac atg ccg gac cca ggg ctt gtg ctt gca ggc aca aag tgt 
Gly Asp Asp Met Pro Asp Pro Gly Leu Val Leu Ala Gly Thr Lys cys 
625 630 635 

gca gat gga aaa ate tgc ctg aat cgt caa tgt caa aat att agt gtc 
Ala Asp Gly Lys lie Cys Leu Asn Arg Gin Cys Gin Asn lie Ser val 
640 645 ~ 650 

ttt ggg gtt cac gag tgt gca atg cag tgc cac ggc aga ggg gtg tgc 
Phe Gly Val His Glu Cys Ala Met Gin cys His Gly Arg Gly val cys 
655 660 665 670 

aac aac agg aag aac tgc cac tgc gag gee cac tgg gca cct ccc ttc 
Asn Asn Arg Lys Asn Cys His cys Glu Ala His Trp Ala Pro Pro Phe 
675 680 685 

tgt gac aag ttt ggc ttt gga gga age aca gac age ggc ccc ate egg 
Cys Asp Lys Phe Gly Phe Gly Gly ser Thr Asp ser Gly pro lie Arg 
690 695 700 

caa gca gat aac caa ggt tta acc ata gga att ctg gtg acc ate ctg 
Gin Ala Asp Asn Gin Gly Leu Thr lie Gly He Leu val Thr lie Leu 
705 710 715 

tgt ctt ctt get gee gga ttt gtg gtt tat etc aaa agg aag acc ttg 
cys Leu Leu Ala Ala Gly Phe Val val Tyr Leu Lys Arg Lys Thr Leu 
720 725 730 

ata cga ctg ctg ttt aca aat aag aag acc acc att gaa aaa eta agg 
lie Arg Leu Leu Phe Thr Asn Lys Lys Thr Thr lie Glu Lys Leu Arg 
735 « 740 745 750 

tgt gtg cgc cct tec egg cca ccc cgt ggc ttc caa ccc tgt cag get 
Cys Val Arg Pro ser Arg pro Pro Arg Gly Phe Gin Pro cys Gin Ala 
755 760 765 

cac etc ggc cac ctt gga aaa ggc ctg atg agg aag ccg cca gat tec 
His Leu Gly His Leu Gly Lys Gly Leu Met Arg Lys Pro Pro Asp Ser 
770 775 780 

tac cca ccg aag gac aat ccc agg aga ttg ctg cag tgt cag aat gtt 
Tyr Pro Pro Lys Asp Asn Pro Arg Arg Leu Leu Gin cys Gin Asn Val 
785 790 795 

gac ate age aga ccc etc aac ggc ctg aat gtc cct cag ccc cag tea 
Asp lie Ser Arg Pro Leu Asn Gly Leu Asn val Pro Gin Pro Gin ser 
800 " 805 810 

act cag cga gtg ctt cct ccc etc cac egg gee cca cgt gca cct age 
Thr Gin Arg val Leu Pro Pro Leu His Arg Ala Pro Arg Ala Pro Ser 
815 820 825 830 

gtc cct gee aga ccc ctg cca gec aag cct gca ctt agg cag gee cag 
Val Pro Ala Arg Pro Leu Pro Ala Lys Pro Ala Leu Arg Gin Ala Gin 
835 840 " 845 . 

ggg acc tgt aag cca aac ccc cct cag aag cct ctg cct gca gat cct 
Gly Thr Cys Lys Pro Asn Pro Pro Gin Lys Pro Leu Pro Ala Asp Pro 



2124 
2172 
2220 
2268 
2316 
2364 
2412 
2460 
2508 
2556 
2604 
2652 
2700 
.2748 
2796 
2844 
2892 




855 



860 
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ctg gcc aga aca act egg etc act cat gee ttg gee agg ace cca gga 2940 
Leu Ala Arg Thr Thr Arg Leu Thr His Ala Leu Ala Arg Thr Pro Gly 
865 870 875 

caa tgg gag act ggg etc cgc ctg gca ccc etc aga cct get cca caa 2988 
Gin Trp Glu Thr Gly Leu Arg Leu Ala Pro Leu Arg Pro Ala Pro Gin 
880 885 890 

tat cca cac caa gtg ccc aga tec ace cac ace gcc tat att aag tga 3036 
Tyr Pro His Gin VaT Pro Arg Ser Thr His Thr Ala Tyr lie Lys 
895 900 & 905 



gaagecgaea 


ccttttttca 


acagtgaaga 


cagaagtttg 


cactatcttt 


cagctccagt 


3096 


tggagttttt 


tgtaccaact 


tttaggattt 


tttttaatgt 


ttaaaacatc 


attactataa 


3156 


gaactttgag 


ctactgccgt 


cagtgctgtg 


ctgtgctatg 


gtgctctgtc 


tacttgeaca 


3216 


ggtacttgta 


aattattaat 


ttatgcagaa 


tgttgattac 


agtgcagtgc 


gctgtagtag 


3276 


gcatttttac 


catcactgag 


ttttccatgg 


caggaaggct 


tgttgtgctt 


ttagtatttt 


3336 


agtgaacttg 


aaatatcctg 


cttgatggga 


ttctggacag 


gatgtgtttg 


ctttctgatc 


3396 


aaggecttat 


tggaaagcag 


tcccccaact 


acccccagct 


gtgcttatgg 


taccagatgc 


3456 


agctcaagag 


atcccaagta 


gaatctcagt 


tgattttctg 


gattccccat 


ctcaggccag 


3516 


agecaagggg 


cttcaggtcc 


aggctgtgtt 


tggctttcag 


ggaggccctg 


tgccccttga 


3576 


caactggcag 


gcaggctccc 


agggacacct 


gggagaaatc 


tggcttctgg 


ccaggaagct 


3636 


ttggtgagaa 


cctgggttgc 


agacaggaat 


cttaaggtgt 


agccacaeca 


ggatagagac 


3696 


tggaacacta 


gaeaagecag 


aacttgaccc 


tgagctgacc 


ageegtgage 


atgtttggaa 


3756 


ggggtctgta 


gtgtcactca 


aggeggtget 


tgatagaaat 


gccaagcact 


tctttttctc 


3816 


gctgtccttt 


ctagagcact 


gecaecagta 


ggttatttag 


cttgggaaag 


gtggtgtttc 


3876 


tgtaagaaac 


ctactgccca 


ggcactgcaa 


accgccacct 


ccctatactg 


cttggagctg 


3936 


agcaaatcac 


cacaaactgt 


aatacaatga 


tcctgtattc 


agacagatga 


ggactttcca 


3996 


tgggaccaca 


actattttca 


gatgtgaacc 


attaaccaga 


tctagtcaat 


caagtctgtt 


4056 


tactgeaagg 


ttcaacttat 


taaeaattag 


gcagactctt 


tatgettgea 


aaaactacaa 


4116 


ccaatggaat 


gtgatgttca 


tgggtatagt 


tcatgtctgc 


tatcattatt 


cgtagatatt 


4176 


ggacaaagaa 


ccttctctat 


ggggcatcct 


ctttttccaa 


ettggctgea 


ggaatcttta 


4236 


aaagatgett 


ttaacagagt 


ctgaacctat 


ttcttaaaca 


cttgcaacct 


acctgttgag 


4296 


catcacagaa 


tgtgataagg 


aaatcaactt 


gcttatcaac 


ttcctaaata 


ttatgagatg 


4356 


tggcttgggc 


agcatcccct 


tgaactcttc 


actcttcaaa 


tgectgacta 


gggagccatg 


4416 


tttcacaagg 


tctttaaagt 


gactaatggc 


atgagaaata 


caaaaatact 


cagataaggt 


4476 


aaaatgecat 


gatgectctg 


tcttctggac 


tggttttcac 


attagaagac 


aattgacaac 


4536 


agttacataa 


ttcactctga 


gtgttttatg 


agaaagectt 


cttttggggt 


caacagtttt 


4596 


ectatgettt 


gaaacagaaa 


aatatgtacc 


aagaatcttg 


gtttgectte 


cagaaaacaa 


4656 


aactgeattt 


cactttcccg 


gtgttcccca 


ctgtatctag 


gcaacatagt 


attcatgact 


4716 
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atggataaac taaacacgtg acacaaacac acacaaaagg gaacccagct ctaatacatt 4776 

ccaactcgta tagcatgcat ctgtttattc tatagttatt aagttcttta aaatgtaaag 4836 

ccatgctgga aaataatact gctgagatac atacagaatt actgtaactg attacacttg 4896 

gtaattgtac taaagccaaa catatatata ctattaaaaa ggtttacaga attttatggt 4956 

gcattacgtg ggcattgtct ttttagatgc ccaaatcctt agatctggca tgttagccct 5016 

tcctccaatt ataagaggat atgaaccaaa aaaaaaaaaa aaaaaa 5062 

<210> 2 

<211> 909 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Ala Ala Arg Pro Leu Pro Val Ser Pro Ala Arg Ala Leu Leu Leu 
1 5 10 15 

Ala Leu Ala Gly Ala Leu Leu Ala Pro cys Glu Ala Arg Gly val Ser 
20 25 30 

Leu Trp Asn Gin Gly Arg Ala Asp Glu val Val Ser Ala Ser val Arg 
35 40 45 

Ser Gly Asp Leu Trp lie Pro Val Lys Ser Phe Asp Ser Lys Asn His 
50 55 60 

Pro Glu Val Leu Asn lie Arg Leu Gin Arg Glu Ser Lys Glu Leu lie 
65 70 75 80 

lie Asn Leu Glu Arg Asn Glu Gly Leu lie Ala ser ser Phe Thr Glu 
85 90 95 

Thr His Tyr Leu Gin Asp Gly Thr Asp Val Ser Leu Ala Arg Asn Tyr 
100 105 110 

Thr val lie Leu Gly His Cys Tyr Tyr His Gly His val Arg Gly Tyr 
115 120 125 

Ser Asp Ser Ala Val Ser Leu Ser. Thr Cys Ser Gly Leu Arg Gly Leu 
130 135 140 

lie val Phe Glu Asn Glu Ser Tyr val Leu Glu Pro Met Lys ser Ala 
145 150 155 160 

Thr Asn Arg Tyr Lys Leu Phe Pro Ala Lys Lys Leu Lys ser val Arg 
165 170 175 
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Gly ser Cys Gly Ser His His Asn Thr Pro Asn Leu Ala Ala Lys Asn 
180 185 190 

val Phe Pro Pro Pro Ser Gin Thr Trp Ala Arg Arg His Lys Arg Glu 
195 200 ^ 205 

Thr Leu Lys Ala Thr Lys Tyr val Glu Leu val lie val Ala Asp Asn 
210 215 220 

Arg Glu Phe Gin Arg Gin Gly Lys Asp Leu Glu Lys Val Lys Gin Arg 
225 230 235 240 

Leu lie Glu lie Ala Asn His Val Asp Lys Phe Tyr Arg Pro Leu Asn 
245 250 255 

lie Arg lie Val Leu Val Gly Val Glu Val Trp Asn Asp Met Asp Lys 
260 265 270 

Cys Ser val ser Gin Asp Pro Phe Thr ser Leu His Glu Phe Leu Asp 
275 280 285 

Trp Arg Lys Met Lys Leu Leu Pro Arg Lys ser His Asp Asn Ala Gin 
290 295 300 

Leu val ser Gly val Tyr Phe Gin Gly Thr Thr lie Gly Met Ala Pro 
305 310 315 320 

lie Met Ser Met Cys Thr Ala Asp Gin Ser Gly Gly lie Val Met Asp 
325 330 335 

His Ser Asp Asn Pro Leu Gly Ala Ala Val Thr Leu Ala His Glu Leu 
340 345 350 

Gly His Asn Phe Gly Met Asn His Asp Thr Leu Asp Arg Gly cys ser 
355 360 365 

cys Gin Met Ala Val Glu Lys Gly Gly Cys lie Met Asn Ala ser Thr 
370 375 380 

Gly Tyr pro Phe Pro Met Val Phe ser ser cys ser Arg Lys Asp Leu 
385 390 395 400 

Glu Thr Ser Leu Glu Lys Gly Met Gly Val Cys Leu Phe Asn Leu Pro 
405 410 415 

Glu Val Arg Glu Ser Phe Gly Gly Gin Lys Cys Gly Asn Arg Phe Val 
420 425 430 

Glu Glu Gly Glu Glu cys Asp cys Gly Glu Pro Glu Glu cys Met Asn 
435 440 445 

Arg Cys cys Asn Ala Thr Thr cys Thr Leu Lys Pro Asp Ala val Cys 
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450 455 460 

Ala His Gly Leu cys Cys Glu Asp Cys Gin Leu Lys Pro Ala Gly Thr 
465 470 475 480 

Ala Cys Arg Asp ser Ser Asn ser Cys Asp Leu Pro Glu Phe Cys Thr 
485 490 495 

Gly Ala Ser Pro His Cys Pro Ala Asn val Tyr Leu His Asp Gly His 
500 505 510 

ser Cys Gin Asp val Asp Gly Tyr Cys Tyr Asn Gly lie Cys Gin Thr 
515 520 525 

His Glu Gin Gin cys val Thr Leu Trp Gly Pro Gly Ala Lys Pro Ala 
530 535 540 

* * 

pro Gly lie Cys Phe Glu Arg Val Asn Ser Ala Gly Asp Pro Tyr Gly 
545 550 555 560 

Asn cys Gly Lys val ser Lys Ser Ser Phe Ala Lys Cys Glu Met Arg 
565 570 575 

Asp Ala Lys cys Gly Lys lie Gin cys Gin Gly Gly Ala Ser Arg Pro 
580 585 590 

val lie Gly Thr Asn Ala Val ser lie Glu Thr Asn lie Pro Leu Gin 
595 600 605 

Gin Gly Gly Arg lie Leu cys Arg Gly Thr His val Tyr Leu Gly Asp 
610 615 620 

Asp Met Pro Asp Pro Gly Leu Val Leu Ala Gly Thr Lys Cys Ala Asp 
625 630 635 640 

Gly Lys lie cys Leu Asn Arg Gin Cys Gin Asn lie Ser val Phe Gly 
645 650 655 

Val His Glu Cys Ala Met Gin cys His Gly Arg Gly Val cys Asn Asn 
660 665 670 

Arg Lys Asn Cys His Cys Glu Ala His Trp Ala Pro Pro Phe cys Asp 
675 680 685 

Lys Phe Gly Phe Gly Gly Ser Thr Asp Ser Gly Pro lie Arg Gin Ala 
690 695 700 

Asp Asn Gin Gly Leu Thr lie Gly lie Leu Val Thr lie Leu Cys Leu 
705 710 715 720 

Leu Ala Ala Gly Phe Val Val Tyr Leu Lys Arg Lys Thr Leu lie Arg 
725 730 735 
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Leu Leu Phe Thr Asn Lys Lys Thr Thr He Glu Lys Leu Arg cys Val 
740 745 750 

Arg pro Ser Arg Pro Pro Arg Gly Phe Gin Pro Cys Gin Ala His Leu 
755 * 760 765 

Gly His Leu Gly Lys Gly Leu Met Arg Lys pro Pro Asp ser Tyr pro 
770 775 780 

Pro Lys Asp Asn Pro Arg Arg Leu Leu Gin cys Gin Asn Val Asp lie 
785 790 795 800 

ser Arg pro Leu Asn Gly Leu Asn val Pro Gin Pro Gin ser Thr Gin 
805 810 815 

Arg Val Leu Pro Pro Leu His Arg Ala Pro Arg Ala Pro Ser Val Pro 
820 825 830 

Ala Arg Pro Leu Pro Ala Lys Pro Ala Leu Arg Gin Ala Gin Gly Thr 
835 840 845 

Cys Lys Pro Asn Pro Pro Gin Lys Pro Leu Pro Ala Asp Pro Leu Ala 
850 855 860 

Arg Thr Thr Arg Leu Thr His Ala Leu Ala Arg Thr Pro Gly Gin Trp 
865 ~ 870 875 880 

Glu Thr Gly Leu Arg Leu Ala pro Leu Arg Pro Ala Pro Gin Tyr Pro 
885 890 895 

His Gin Val Pro Arg Ser Thr His Thr Ala Tyr lie Lys 
900 905 

<210>. 3 

<211> 3328 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (307) . . C2523) 

<223> 



<400> 3 

cactaacgct cttcctagtc cccgggccaa ctcggacagt ttgctcattt attgcaacgg 60 
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tcaaggctgg cttgtgccag aacggcgcgc gcgcgacgca cgcacacaca cggggggaaa 

cttttttaaa aatgaaaggc tagaagagct cagcggcggc gcgggccgtg cgcgagggct 

ccggagctga ctcgccgagg caggaaatcc ctccggtcgc gacgcccggc cccgctcggc 

gcccgcgtgg gatggtgcag cgctcgccgc cgggcccgag agctgctgca ctgaaggccg 

gcgacg atg gca gcg cgc ccg ctg ccc gtg tec ccc gec cgc gec etc 
Met Ala Ala Arg pro Leu Pro Val Ser Pro Ala Arg Ala Leu 
1 y 5 10 

ctg etc gee ctg gec ggt get ctg etc gcg ccc tgc gag gec cga ggg 
Leu Leu Ala Leu Ala Gly Ala Leu Leu Ala Pro cys Glu Ala Arg Gly 
15 20 25 30 

gtg age tta tgg aac gaa gga aga get gat gaa gtt gtc agt gec tct 
val Ser Leu Trp Asn Glu Gly Arg Ala Asp Glu val val ser Ala ser 



35 



40 



45 



gtt egg agt ggg gac etc tgg ate cca gtg aag age ttc gac tec aag 
val Arg ser Gly Asp Leu Trp lie Pro val Lys Ser Phe Asp ser Lys 



50 



55 



60 



aat cat cca gaa gtg ctg aat att cga eta caa egg gaa age aaa gaa 
Asn His Pro Glu val Leu Asn lie Arg Leu Gin Arg Glu ser Lys Glu 
65 70 75 

ctg ate ata aat ctg gaa aga aat gaa ggt etc att gee age agt ttc 
Leu He lie Asn Leu Glu Arg Asn Glu Gly Leu lie Ala Ser Ser Phe 
80 85 . 90 

acg gaa acc cac tat ctg caa gac ggt act gat gtc tec etc get cga 
Thr Glu Thr His Tyr Leu Gin Asp Gly Thr Asp val Ser Leu Ala Arg 
95 100 105 110 



aat 
Asn 



tac acg gta att ctg ggt cac tgt tac tac cat gga cat gta egg 
Tyr Thr val He Leu Gly His cys Tyr Tyr His Gly His val Arg 
115 120 125 



gga tat tct gat tea gca gtc agt etc age acg tgt tct ggt etc agg 
Gly Tyr Ser Asp Ser Ala val Ser Leu Ser Thr cys Ser Gly Leu Arg 



130 



135 



140 



gga ctt att gtg ttt gaa aat gaa age tat gtc tta gaa cca atg aaa 
Gly Leu lie val Phe Glu Asn Glu Ser Tyr val Leu Glu Pro Met Lys 



145 



150 



155 



agt gca acc aac aga tac aaa etc ttc cca gcg aag aag ctg aaa age 
ser Ala Thr Asn Arg Tyr Lys Leu Phe Pro Ala Lys Lys Leu Lys ser 
160 165 170 

gtc egg gga tea tgt gga tea cat cac aac aca cca aac etc get gca 
Val Arg Gly Ser Cys Gly Ser His His Asn Thr Pro Asn Leu Ala Ala 



175 



180 



185 



190 



aag aat gtg ttt cca cca ccc tct cag aca tgg gca aga agg cat aaa 
Lys Asn Val Phe Pro Pro Pro Ser Gin Thr Trp Ala Arg Arg His Lys 
195 200 205 

aga gag acc etc aag gca act aag tat gtg gag ctg gtg ate gtg gca 
Arg Glu Thr Leu Lys Ala Thr Lys Tyr val Glu Leu val lie val Ala 



210 



215 



220 



gac aac cga gag ttt cag agg caa gga aaa gat ctg gaa aaa gtt aag 
Asp Asn Arg Glu Phe Gin Arg Gin Gly Lys Asp Leu Glu Lys Val Lys 



22 



230 



235 



cag cga tta ata gag att get aat cac gtt gac aag ttt tac aga cca 
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120 
180 
240 
300 
348 

396 

444 

492 

540 

588 

636 

684 

732 

780 

828 

876 

924 

972 

1020 

1068 
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Gin Arg Leu lie Glu lie Ala Asn His val Asp Lys Phe Tyr Arg Pro 
240 245 250 

ctg aac att egg ate gtg ttg gta ggc gtg gaa gtg tgg aat gac atg 

Leu Asn lie Arg lie val Leu val Gly vaT Glu val Trp Asn Asp Met 

255 " 260 265 270 



tgt age tgt eaa atg geg gtt gag aaa gga ggc tgc ate atg aae get 
Cys ser cys Gin Met Ala val Glu Lys Gly Gly Cys lie Met Asn Ala 
370 375 380 



ttt gtq gaa gaa gqa gag gag tgt gac tgt ggg gag cea gag gaa tgt 
Phe Val Glu Glu Gly Glu Glu Cys Asp cys Gly Glu Pro Glu Glu Cys 
435 440 445 



1116 



gac aaa tgc tct gta agt cag gac cea ttc acc age etc cat gaa ttt 1164 

Asp Lys cys ser Val ser Gin Asp Pro Phe Thr ser Leu His Glu Phe 

275 280 285 

ctg gac tgg agg aag atg aag ctt eta cct cgc aaa tec cat gac aat 1212 

Leu Asp Trp Arg Lys Met Lys Leu Leu Pro Arg Lys ser His Asp Asn 
290 295 300 

gcg cag ctt gtc agt ggg gtt tat ttc eaa ggg acc acc ate ggc atg 1260 

Ala Gin Leu val Ser Gly val Tyr Phe Gin Gly Thr Thr lie Gly Met 
305 310 315 

gec cea ate atg age atg tgc acg gca gac cag tct ggg gga att gtc 1308 

Ala Pro lie Met Ser Met Cys Thr Ala Asp Gin Ser Gly Gly lie Val 
320 325 330 

atg gac cat tea gac aat ccc ctt ggt gca gee gtg acc ctg gca cat 1356 

Met Asp His Ser Asp Asn Pro Leu Gly Ala Ala val Thr Leu Ala His 
335 340 345 350 

gag ctg ggc cac aat ttc ggg atg aat cat gac aca ctg gac agg ggc 1404 

Glu Leu Gly His Asn Phe Gly Met Asn His Asp Thr Leu Asp Arg Gly 

355 360 365 



1452 



tec acc ggg tac cea ttt ccc atg gtg ttc age agt tgc age agg aag 1500 
Ser Thr Gly Tyr Pro Phe Pro Met val Phe Ser Ser Cys Ser Arg Lys 
385 390 395 

gac ttg gag acc age ctg gag aaa gga atg ggg gtg tgc ctg ttt aac 1548 
Asp Leu Glu Thr ser Leu Glu Lys Gly Met Gly Val Cys Leu Phe Asn 
400 405 410 

ctg ccg gaa gtc agg gag tct ttc ggg ggc cag aag tgt ggg aac aga 1596 
Leu Pro Glu Val Arg Glu Ser Phe Gly Gly Gin Lys Cys Gly Asn Arg 
415 420 425 430 



1644 



atg aat cgc tgc tgc aat gee acc acc tgt acc ctg aag ccg gac get 1692 
Met Asn Arg Cys Cys Asn Ala Thr Thr Cys Thr Leu Lys Pro Asp Ala 
450 455 460 

gtg tgc gca cat ggg ctg tgc tgt gaa gac tgc cag ctg aag cct gca 1740 
val cys Ala His Gly Leu Cys Cys Glu Asp Cys Gin Leu Lys Pro Ala 
465 470 475 

gga aca gcg tgc agg gac tec age aac tec tgt gac etc cea gag ttc 1788 
Gly Thr Ala Cys Arg Asp Ser ser Asn Ser Cys Asp Leu Pro Glu Phe 
480 485 490 

tgc aca ggg gee age cct cac tgc cea gee aac gtg tac ctg cac gat 1836 
Cys Thr Gly Ala Ser Pro His Cys Pro Ala Asn val Tyr Leu His Asp 
495 500 505 510 

ggg cac tea tgt cag gat gtg gac ggc tac tgc tac aat ggc ate tgc 1884 
Gly His Ser Cys Gin Asp Val Asp Gly Tyr cys Tyr Asn Gly lie cys 
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515 520 525 



cag act cac gag cag cag tgt gtc aca etc tgg gga cca gqt get aaa 

Gin Thr His Glu Gin Gin Cys Val Thr Leu Trp Gly Pro Gly Ala Lys 

530 535 540 

cct gec cct ggg ate tgc ttt gag aga gtc aat tct gca gqt gat cct 

Pro Ala Pro Gly lie Cys Phe Glu Arg Val Asn Ser Ala Gly Asp Pro 
545 550 555 



atg aga gat get aaa tgt gqa aaa ate cag tgt caa gqa got gee age 2076 
Met Arg Asp Ala Lys Cys Gly Lys lie Gin Cys Gin Gly Gly Ala Ser 
575 580 585 590 



ttt gqg gtt cac gag tgt gca atg cag tgc cac ggc aga gqg gtg tgc 
Phe Gly Val His Glu Cys Ala Met Gin cys His Gly Arg Gly val Cys 
655 660 665 670 



1932 



1980 



tat ggc aac tgt ggc aaa gtc teg aag agt tec ttt gec aaa tgc gag 2028 
Tyr Gly Asn cys Gly Lys val ser Lys ser ser Phe Ala Lys Cys Glu 
560 565 570 



egg cca gtc att gqt acc aat gec gtt tec ata gaa aca aac ate ccc 2124 
Arg Pro val lie Gly Thr Asn Ala val ser lie Glu Thr Asn lie Pro 
595 600 605 

ctg cag caa gqa ggc egg att ctg tgc egg ggg acc cac gtg tac ttg 2172 
Leu Gin Gin Gly Gly Arg lie Leu cys Arg Gly Thr His val Tyr Leu 
610 " 615 ~ 620 



ggc gat gac atg ccg gac cca gqg ctt gtg ctt gca ggc aca aag tgt 2220 
Gly Asp Asp Met Pro Asp Pro Gly Leu val Leu Ala Gly Thr Lys cys 
625 630 635 



gca gat gga aaa ate tgc ctg aat cgt caa tgt caa aat att agt gtc 2268 
Ala Asp Gly Lys lie cys Leu Asn Arg Gin cys Gin Asn lie ser Val 
640 645 650 



2316 



aac aac agg aag aac tgc cac tgc gag gee cac tgg gca cct ccc ttc 2364 
Asn Asn Arg Lys Asn Cys His Cys Glu Ala His Trp Ala Pro Pro Phe 
675 680 685 

tgt gac aag ttt ggc ttt gqa gga age aca gac age ggc ccc ate egg 2412 
Cys Asp Lys Phe Gly phe Gly Gly Ser Thr Asp Ser Gly Pro lie Arg 
690 695 700 

caa gca gaa gca agg cag gaa get gca gag tec aac agg gag cge ggc 2460 
Gin Ala Glu Ala Arg Gin Glu Ala Ala Glu Ser Asn Arg Glu Arg Gly 
705 710 715 

cag ggc cag gag ccc gtq gga teg cag gag cat gcg tct act gee tea 2508 
Gin Gly Gin Glu Pro val Gly ser Gin Glu His Ala Ser Thr Ala ser 
720 725 730 

ctg aca etc ate tga gccctcccat gacatggaga ecgtgaecag tgetgetgea 2563 

Leu Thr Leu lie 

735 

gaggaggtca cgcgtcccca aggcctcctg tgactggcag cattgactct gtggctttgc 2623 

catcgtttcc atgacaacag acacaacaca gttctcgggg ctcaggaggg gaagtccagc 2683 

ctaccaggca ggtctgeaga aacagtgcaa ggaagggcag cgacttcctg gttgagcttc 2743 

tgctaaaaca tggacatget tcagtgctgc tcctgagaga gtagcaggtt accactctgg 2803 

caggccccag ccctgcagca aggaggaaga ggactcaaaa gtctggcctt tcactgagcc 2863 

tccacagcag tgggggagaa gcaagggttg ggcccagtgt cccctttccc cagtgacacc 2923 
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tccgccttgg cagccctgat gactggtctc tggctgcaac ttaatgctct gatatggctt 2983 

ttagcattta ttatatgaaa atagcagggt tttagttttt aatttatcag agaccctgcc 3043 

acccattcca tctccatcca agcaaactga atggcattga aacaaactgg agaagaaggt 3103 

aggagaaagg gcggtgaact ctggctcttt gctgtggaca tgcgtgacca gcagtactca 3163 

ggtttgaggg tttgcagaaa gccagggaac ccacagagtc accaaccctt catttaacaa 3223 

gtaagaatgt taaaaagtga aaacaatgta agagcctaac tccatccccc gtggccatta 3283 

ctgcataaaa atagagtgca ttttgaaata aaaaaaaaaa aaaaa 3328 

<210> 4 

<211> 738 

<212> PRT 

<213> Homo sapiens 



<400> 4 

Met Ala Ala Arg Pro Leu Pro val Ser Pro Ala Arg Ala Leu Leu Leu 
1 5 10 15 

Ala Leu Ala Gly Ala Leu Leu Ala Pro Cys Glu Ala Arg Gly Val Ser 
20 25 30 

Leu Trp Asn Glu Gly Arg Ala Asp Glu val val ser Ala ser val Arg 
35 40 45 

Ser Gly Asp Leu Trp lie Pro val Lys ser Phe Asp Ser Lys Asn His 
50 55 60 

Pro Glu val Leu Asn lie Arg Leu Gin Arg Glu Ser Lys Glu Leu lie 
65 70 ^ 75 80 

lie Asn Leu Glu Arg Asn Glu Gly Leu lie Ala Ser ser Phe Thr Glu 
85 90 95 

Thr His Tyr Leu Gin Asp Gly Thr Asp val ser Leu Ala Arg Asn Tyr 
100 105 110 

Thr val lie Leu Gly His cys Tyr Tyr His Gly His val Arg Gly Tyr 
115 120 125 

Ser Asp Ser Ala Val Ser Leu ser Thr Cys ser Gly Leu Arg Gly Leu 
130 135 140 

lie val Phe Glu Asn Glu ser Tyr Val Leu Glu Pro Met Lys ser Ala 
145 150 155 160 

Thr Asn Arg Tyr Lys Leu Phe Pro Ala Lys Lys Leu Lys ser val Arg 
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165 



170 



175 



Gly Ser Cys Gly Ser His His Asn Thr Pro Asn Leu Ala Ala Lys Asn 
180 185 190 



val Phe Pro Pro Pro Ser Gin Thr Trp Ala Arg Arg His Lys Arg Glu 
195 200 205 



Thr Leu Lys Ala Thr Lys Tyr Val Glu Leu Val lie val Ala Asp Asn 
210 . 215 220 



Arg Glu Phe Gin Arg Gin Gly Lys Asp Leu Glu Lys val Lys Gin Arg 
225 230 235 240 



Leu lie Glu lie Ala Asn His val Asp Lys Phe Tyr Arg Pro Leu Asn 
245 250 ~ 255 



lie Arg lie val Leu val Gly val Glu val Trp Asn Asp Met Asp Lys 
260 265 270 



cys Ser val Ser Gin Asp Pro Phe Thr ser Leu His Glu Phe Leu 
275 280 285 



Trp Arg Lys Met Lys Leu Leu Pro Arg Lys ser His Asp Asn Ala Gin 
290 295 300 



Leu val Ser Gly Val Tyr Phe Gin Gly Thr Thr lie Gly Met Ala Pro 
305 310 315 320 



lie Met ser Met cys Thr Ala Asp Gin ser Gly Gly lie val Met Asp 
325 330 335 



His Ser Asp Asn Pro Leu Gly Ala Ala Val Thr Leu Ala His Glu Leu 
340 345 350 



Gly His Asn Phe Gly Met Asn His Asp Thr Leu Asp Arg Gly cys Ser 
355 360 365 



Cys Gin Met Ala Val Glu Lys Gly Gly Cys lie Met Asn Ala ser Thr 
370 375 380 



Gly Tyr Pro Phe Pro Met Val Phe Ser Ser Cys Ser Arg Lys Asp Leu 
385 390 395 400 



Glu Thr ser Leu Glu Lys Gly Met Gly val cys Leu Phe Asn Leu Pro 



Glu Val Arg Glu Ser Phe Gly Gly Gin Lys Cys Gly Asn Arg Phe val 
420 425 430 



Glu Glu Gly Glu Glu cys Asp Cys Gly Glu Pro Glu Glu cys Met Asn 
435 440 445 
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Arg Cys Cys Asn Ala Thr Thr Cys Thr Leu Lys Pro Asp Ala Val Cys 
450 455 460 

Ala His Gly Leu Cys Cys Glu Asp cys Gin Leu Lys Pro Ala Gly Thr 
465 470 475 480 

Ala cys Arg Asp Ser Ser Asn Ser Cys Asp Leu Pro Glu Phe Cys Thr 
485 490 495 

Gly Ala Ser Pro His Cys Pro Ala Asn Val Tyr Leu His Asp Gly His 
500 505 510 

Ser Cys Gin Asp Val Asp Gly Tyr Cys Tyr Asn Gly lie Cys Gin Thr 
515 520 525 

His Glu Gin Gin cys val Thr Leu Trp Gly Pro Gly Ala Lys Pro Ala 
530 535 540 

Pro Gly lie cys Phe Glu Arg val Asn ser Ala Gly Asp Pro Tyr Gly 
545 550 555 560 

Asn cys Gly Lys val ser Lys ser ser Phe Ala Lys cys Glu Met Arg 
565 570 575 

Asp Ala Lys Cys Gly Lys lie Gin Cys Gin Gly Gly Ala ser Arg Pro 
580 585 590 

Val lie Gly Thr Asn Ala Val Ser lie Glu Thr Asn lie Pro Leu Gin 
595 600 605 

Gin Gly Gly Arg lie Leu cys Arg Gly Thr His val Tyr Leu Gly Asp 
610 615 620 

Asp Met Pro Asp Pro Gly Leu Val Leu Ala Gly Thr Lys Cys Ala Asp 
625 630 635 640 

Gly Lys lie Cys Leu Asn Arg Gin Cys Gin Asn lie Ser val Phe Gly 
645 ^ 650 655 

Val His Glu Cys Ala Met Gin Cys His Gly Arg Gly Val Cys Asn Asn 
660 665 670 

Arg Lys Asn cys His cys Glu Ala His Trp Ala Pro Pro Phe Cys Asp 
675 680 685 

Lys Phe Gly Phe Gly Gly ser Thr Asp Ser Gly Pro lie Arg Gin Ala 
690 695 700 

Glu Ala Arg Gin Glu Ala Ala Glu ser Asn Arg Glu Arg Gly Gin Gly 
705 710 715 720 
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Gin Glu Pro val Gly ser Gin Glu His Ala ser Thr Ala Ser Leu Thr 
725 730 735 

Leu lie 

<210> 5 

<211> 2642 

<212> DNA 

<213> Homo sapiens 



<400> 5 
taaccaaggt 


ttaaccatag 


gaattctggt 


gaccatcctg 


tgtcttcttg 


ctgccggatt 


60 


tgtggtttat 


ctcaaaagga 


agaccttgat 


acgactgctg 


tttacaaata 


agaagaccac 


120 


cattgaaaaa 


ctaaggtgtg 


tgcgcccttc 


ccggccaccc 


cgtggcttcc 


aaccctgtca 


180 


ggctcacctc 


ggccaccttg 


gaaaaggcct 


gatgaggaag 


ccgccagatt 


cctacccacc 


240 


gaaggacaat 


cccaggagat 


tgctgcagtg 


tcagaatgtt 


gacatcagca 


gacccctcaa 


300 


cggcctgaat 


gtccctcagc 


cccagtcaac 


tcagcgagtg 


cttcctcccc 


tccaccgggc 


360 


cccacgtgca 


cctagcgtcc 


ctgccagacc 


cctgccagcc 


aagcctgcac 


ttaggcaggc 


420 


ccaggggacc 


tgtaagccaa 


acccccctca 


gaagcctctg 


cctgcagatc 


ctctggccag 


480 


aacaactcgg 


ctcactcatg 


ccttggccag 


gaccccagga 


caatgggaga 


ctgggctccg 


540 


cctggcaccc 


ctcagacctg 


ctccacaata 


tccacaccaa 


gtgcccagat 


ccacccacac 


600 


cgcctatatt 


aagtgagaag 


ccgacacctt 


ttttcaacag 


tgaagacaga 


agtttgcact 


660 


atctttcagc 


tccagttgga 


gttttttgta 


ccaactttta 


ggattttttt 


taatgtttaa 


720 


aacatcatta 


ctataagaac 


tttgagctac 


tgccgtcagt 


gctgtgctgt 


gctatggtgc 


780 


tctgtctact 


tgcacaggta 


cttgtaaatt 


attaatttat 


gcagaatgtt 


gattacagtg 


840 


cagtgcgctg 


tagtaggcat 


ttttaccatc 


actgagtttt 


ccatggcagg 


aaggcttgtt 


900 


gtgcttttag 


tattttagtg 


aacttgaaat 


atcctgcttg atgggattct 


ggacaggatg 


960 


tgtttgcttt 


ctgatcaagg 


ccttattgga aagcagtccc 


ccaactaccc 


ccagctgtgc 


1020 


ttatggtacc 


agatgcagct 


caagagatcc 


caagtagaat 


ctcagttgat 


tttctggatt 


1080 


ccccatctca 


ggccagagcc 


aaggggcttc 


aggtccaggc tgtgtttggc 


tttcagggag 


1140 


gccctgtgcc 


ccttgacaac 


tggcaggcag 


gctcccaggg 


acacctggga 


gaaatctggc 


1200 


ttctggccag 


gaagctttgg 


tgagaacctg 


ggttgcagac 


aggaatctta 


aggtgtagcc 


1260 


acaccaggat 


agagactgga 


acactagaca agccagaact 


tgaccctgag 


ctgaccagcc 


1320 


gtgagcatgt 


ttggaagggg 


tctgtagtgt 


cactcaaggc 


ggtgcttgat 


agaaatgcca 


1380 


agcacttctt 


tttctcgctg 


tcctttctag 


agcactgcca 


ccagtaggtt 


atttagcttg 


1440 


ggaaaggtgg 


tgtttctgta 


agaaacctac 


tgcccaggca 


ctgcaaaccg 


ccacctccct 


1500 
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atactgcttg 


gagctgagca 


aatcaccaca 


aactgtaata 


caatgatcct 


gtattcagac 


1560 


agatgaggac 


tttccatggg 


accacaacta 


ttttcagatg 


tgaaccatta 


accagatcta 


1620 


gtcaatcaag 


tctgtttact 


gcaaggttca 


acttattaac 


aattaggcag 


actctttatg 


1680 


cttgcaaaaa 


ctacaaccaa 


tggaatgtga 


tgttcatggg 


tatagttcat 


gtctgctatc 


1740 


attattcgta 


gatattggac 


aaagaacctrt 


ctctatgggg 


catcctcttt 


ttccaacttg 


1800 


gctgcaggaa 


tctttaaaag 


atgcttttaa 


cagagtctga 


acctatttct 


taaacacttg 


1860 


caacctacct 


gttgagcatc 


acagaatgtg 


ataaggaaat 


caacttgctt 


atcaacttcc 


1920 


taaatattat 


gagatgtggc 


ttgggcagca 


tccccttgaa 


ctcttcactc 


ttcaaatgcc 


1980 


tgactaggga 


gccatgtttc 


acaaggtctt 


taaagtgact 


aatggcatga 


gaaatacaaa 


2040 


aatactcaga 


taaggtaaaa 


tgccatgatg 


cctctgtctt 


ctggactggt 


tttcacatta 


2100 


gaagacaatt 


gacaacagtt 


acataattca 


ctctgagtgt 


tttatgagaa 


agccttcttt 


2160 


tggggtcaac 


agttttccta 


tgctttgaaa 


cagaaaaata 


tgtaccaaga 


atcttggttt 


2220 


gccttccaga 


aaacaaaact 


gcatttcact 


ttcccggtgt 


tccccactgt 


atctaggcaa 


2280 


catagtattc 


atgactatgg 


ataaactaaa 


cacgtgacac 


aaacacacac 


aaaagggaac 


2340 


ccagctctaa 


tacattccaa 


ctcgtatagc 


atgcatctgt 


ttattctata 


gttattaagt 


2400 


tctttaaaat 


gtaaagccat 


gctggaaaat 


aatactgctg 


agatacatac 


agaattactg 


2460 


taactgatta 


cacttggtaa 


ttgtactaaa 


gccaaacata 


tatatactat 


taaaaaggtt 


2520 


tacagaattt 


tatggtgcat 


tacgtgggca 


ttgtcttttt 


agatgcccaa 


atccttagat 


2580 


ctggcatgtt 


agcccttcct 


ccaattataa 


gaggatatga 


accaaaaaaa 


aaaaaaaaaa 


2640 



aa 2642 

<210> 6 

<211> 205 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Asp Asn Gin Gly Leu Thr He Gly lie Leu val Thr lie Leu Cys Leu 
1 5 10 15 

Leu Ala Ala Gly Phe Val Val Tyr Leu Lys Arg Lys Thr Leu lie Arg 
20 25 30 

Leu Leu Phe Thr Asn Lys Lys Thr Thr ile Glu Lys Leu Arg cys val 
35 40 45 

Arg Pro Ser Arg Pro Pro Arg Gly Phe Gin Pro Cys Gin Ala His Leu 
50 55 60 

page 17 



WO 2005/040831 



PCT/EP2004/011632 



Gly His Leu Gly Lys Gly Leu Met Arg Lys Pro Pro Asp Ser Tyr Pro 
65 70 75 80 

Pro Lys Asp Asn Pro Arg Arg Leu Leu Gin Cys Gin Asn Val Asp lie 
85 90 95 

ser Arg Pro Leu Asn Gly Leu Asn val Pro Gin Pro Gin ser Thr Gin 
100 105 110 

Arg Val Leu Pro Pro Leu His Arg Ala Pro Arg Ala Pro ser val Pro 
115 120 " 125 

Ala Arg Pro Leu Pro Ala Lys Pro Ala Leu Arg Glri Ala Gin Gly Thr 
130 135 140 

Cys Lys Pro Asn Pro Pro Gin Lys Pro Leu Pro Ala Asp Pro Leu Ala 
145 150 155 160 

Arg Thr Thr Arg Leu Thr His Ala Leu Ala Arg Thr Pro Gly Gin Trp 
165 170 " 175 

Glu Thr Gly Leu Arg Leu Ala Pro Leu Arg Pro Ala Pro Gin Tyr Pro 
180 185 190 

His Gin Val Pro Arg Ser Thr His Thr Ala Tyr lie Lys 
195 200 205 



<210> 


7 


<211> 


908 


<212> 


DNA 


<213> 


Homo 


<400> 


7 



agcaaggcag gaagctgcag agtccaacag ggagcgcggc cagggccagg agcccgtggg 60 

atcgcaggag catgcgtcta ctgcctcact gacactcatc tgagccctcc catgacatgg 120 

agaccgtgac cagtgctgct gcagaggagg tcacgcgtcc ccaaggcctc ctgtgactgg 180 

cagcattgac tctgtggctt tgccatcgtt tccatgacaa cagacacaac acagttctcg 240 

gggctcagga ggggaagtcc agcctaccag gcaggtctgc agaaacagtg caaggaaggg 300 

cagcgacttc ctggttgagc ttctgctaaa acatggacat gcttcagtgc tgctcctgag 360 

agagtagcag gttaccactc tggcaggccc cagccctgca gcaaggagga agaggactca 420 

aaagtctggc ctttcactga gcctccacag cagtggggga gaagcaaggg ttgggcccag 480 

tgtccccttt ccccagtgac acctccgcct tggcagccct gatgactggt ctctggctgc 540 

aacttaatgc tctgatatgg cttttagcat ttattatatg aaaatagcag ggttttagtt 600 

tttaatttat cagagaccct gccacccatt ccatctccat ccaagcaaac tgaatggcat 660 
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tgaaacaaac tggagaagaa ggtaggagaa agggcggtga actctggctc tttgctgtgg 720 

acatgcgtga ccagcagtac tcaggtttga gggtttgcag aaagccaggg aacccacaga 780 

gtcaccaacc cttcatttaa caagtaagaa tgttaaaaag tgaaaacaat gtaagagcct 840 

aactccatcc cccgtggcca ttactgcata aaaatagagt gcattttgaa ataaaaaaaa 900 

aaaaaaaa 908 

<210> 8 

<211> 34 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Glu Ala Arg Gin Glu Ala Ala Glu Ser Asn Arg Glu Arg Gly Gin Gly 
15 10 15 

Gin Glu Pro val Gly ser Gin Glu His Ala ser Thr Ala Ser Leu Thr 
20 25 30 

Leu lie 



<210> 9 

<211> 23 

<212> DNA 

<213> Homo sapiens 



<400> 9 

cctgtgacct cccagagttc tgc 23 

<210> 10 

<211> 23 

<212> DNA 

<213> Homo sapiens 



<400> 10 

gaattcctat ggttaaacct tgg 23 

<210> 11 
<211> 24 
<212> DNA 
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<213> Homo sapiens 



<400> 11 

cttgctgccg gatttgtggt ttat 



24 



<210> 12 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 12 

agttgactgg ggctgaggga catt 24 

<210> 13 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (15) . . (15) 

<223> Mismatch (g instead of c) 



<210> 14 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<400> 14 

ggactctgca gcttcctgcc ttg 23 

<210> 15 

<211> 21 

<212> DNA 

<213> Homo sapiens 



<400> 13 

ggactctgca gcttgctgcc ttg 



23 
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<400> 15 

tcggggctca ggaggggaag t 

<210> 16 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 16 

ggctgccaag gcggaggtgt c 

<210> 17 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 17 

ggccgggtga tctttggtct cttc 

<210> 18 

<211> 24 
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